The results showed that bacterial community richness and species diversity of the oat hay diet 21 group were significantly greater than of the native pasture diet group (p < 0.05). Principal 
Introduction

35
The rumen microbiome consists mainly of bacteria, protozoa, archaea, and fungi, with 
52
Rumen microflora have been a focus of study for many years; however recent advances in 53 analytical technology enable significant further progress to be made in this exciting area of 54 ruminant research.
55
The Qinghai-Tibetan Plateau (QTP) is special ecosystem with an average elevation of 
Material and methods
118
Animal management and sampling
119
The experiment was conducted at the Animal Husbandry Science and Technology weight (BW) of 30 ± 1.25 kg were used in this study. They were selected from Maqu County 123 (N35 ° 58′, E101 ° 53′), in Gansu province, and randomly allotted to two dietary treatments.
124
The two feeds being oat hay and native pasture hay. fluid orally at two hours after feeding on the 60d. Rumen fluid were placed into 10 ml 134 centrifuge tubes (after discarding the first 50 ml to minimise contamination from oral saliva).
135
The samples were sealed and stored at -80 °C until DNA extraction. One sheep from the oat 136 hay fed group was removed from this experiment because of illness, leaving 4 sample sheep 137 fed oat hay, and 5 fed native pasture. Fig. 2B ). unassigned to any known bacterial phyla (Fig.1) . In addition, the ANOSIM (p < 0.05) and 218 MRPP (p < 0.05) revealed the difference of the community structure between the oat hay-diet
219
and native pasture-diet groups.
220
At the genus level, the most abundant genera (genera whose relative abundance 221 represented top 10) were determined to elucidate which might be the most important bacteria 222 affecting the rumen ecosystem ( clarity and visualization purposes, the top 35 bacterial genera are shown in a heatmap (Fig. 2) . showed that the similarity between oat hay-diet and native pasture-diet group was significant.
236
The Principal Co-ordinate Analysis plots (PCoA) showed that the bacterial community in the 237 oat group was clearly separated from those in the native pasture groups (Fig. 3) , The UPGMA
238
clustering tree showed that all samples tended to cluster together in accordance with their own 239 ration treatment (Supplementary fig.3 ).Indicating that the different diets altered rumen 240 bacterial community composition in Tibetan sheep.
241
Discussion
242
The purpose of this study is aimed at gaining insight into the rumen bacterial and all of them belongs to the family Prevotellaceae, class Bacteroidia (Table 3) Actinobacteria were only detected in oat hay-diet group. We speculate that the reason for this 302 difference is related to the different nutrient composition of feed. Further research will be 303 necessary for understanding their nature and function in the rumen.
304
In addition, we discovered that three genera had significantly higher abundance in the oat protein of the diet could lead to higher abundance of Ruminococcaceae. In the current study,
325
we found that the relative abundance of Ruminococcaceae in the Oat hay group was 326 significantly higher than that in the Native pasture group; it can be speculated that the unclassified bacteria species than that of native pasture grass hay diet fed sheep.
340
More remarkable, we detected large numbers of bacteria in the rumen of sheep which 341 belonged to unclassified and uncultured genera. The functions of these unassigned genera are 
